ABSTRACT A draft genome sequence of Halobacteriovorax sp. strain JY17 was assembled from a metagenomic data set. The 3.47-Mbp genome of this unusual predatory bacterium contains 3,263 protein-coding sequences, 33 tRNAs, and 2 copies each of the 16S, 23S, and 5S rRNA genes. This is only the third sequenced representative of this genus.
to H. marinus across 40 conserved housekeeping genes. Therefore, we propose that the newly obtained genome represents a new species within the genus Halobacteriovorax. Furthermore, our data indicate that alignment of the 16S rRNA gene may be a poor method of delineating species level diversity in the genus Halobacteriovorax. Accession number(s). The metagenome-derived draft genome sequence of Halobacteriovorax sp. strain JY17 has been deposited in DDBJ/EMBL/GenBank under the accession number NJER00000000.
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